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DRB 1*11 1 1 ************S F-D-YF Y F E F-DE- 

DRB1*1112 F-D-YF F F E F-D— 

DRB 1*1113 EYSTS F-D-YFH — F F E R 



DRBI*1 1 14 EYSTS F-D-YF Y F E [-DE 

DRB 1*1115 EYSTS F-D-YF DL F E F-D 

H 

DRB 1*1116 *****— EYSTS F-D-YFH — N F E l-DE- 

DRB 1*1117 EYSTS F-D-YFH — F E R— E~ 

H 

DRB1*1 1 18 ******-EYSTS F-D-YF Y F E I-D — 



DRB 1*1119 ******-EYSTS F-D-YF Y F E I-D 

DRB1* 1 120^ **-EYSTS F-D-YFH — N- F E I-DE 

DRB1*1 121 *******-EYSTS F-D-YF Y F E I-DE AV- 

DRB 1 * 1 122 ****•— E-V-H F-D-YF Y F — E F-D 

DRB1*1 123 •*** — EYSTS F-D-YF Y F E F-D— L 

i 

DRB1*1124 ******-EYSTS F-D-YF D F E F-D ■ ~ 

DRB1M125 ****•— EYSTS F-D-YF Y F E F-D— L — : V 

DRB1*1 126 *******-EYSTS F-D-YF Y F E 

DRB1*1 127 ******-EYSTS F-D-YF Y F E —F-D N 

DRB 1 * 1 128 *****— EYSTS F-D-YF N F— E F-D 

DRB1* 1 129 ****•— EYSTS : F-D-YF F E F-D 

DRB 1*1 130 ♦****— EL-S— F-D-YF Y F E F-D 



DRB 1*1131 EYSTS F-D-YF Y F E-H I-D 

H 

DRB 1*1201 EYSTG— Y HFH — LL F V-S I-D AV— 

-H 

DRB 1*12021 ****•— EYSTG-Y HFH — LL F V-S F-D 

AY*,****,**,***.** 

DRB1 • 12022 ******-EYSTG-Y HFH — LL F V-S F-D AV- 

DRB 1*12032 ***♦*— EYSTG-Y HFH — LL F -V-S I-D -V — 



DRB 1*1204 ********EYSTG-Y HFH — LL F E I-D 

AV ************«««, 

DRB 1*1205 *•***— EYSTG-Y HFH — FL F —V-S I-D AV- 



JAH 1 1 



FIGURE 26E 

HDDKnni ^ CVCTC 

k \±S A A w 4 ~ *— *. w/ A U * 

H 

DRB 1*1302 EYSTS 

H 

DRB 1*13031 EYSTS 

H * 

DRB1*13032 *******-EYSTS- 

DRB 1*1304 EYSTS 

H * 

DRB1*1305 ***•*— EYSTS— 
DRB1*1306 

DRB1* 13071 ******~EYSTS- 

DRB1*1308 ******-EYSTS— 

DRB1*1309 ******-EYSTS— 

DRB1*1310 *******-EYSTS— 
*************** 

DRB1* 13 1 1 *******-EYSTS— 

DRBi*1312 ****•— EYSTS— 

DRB 1*1313 **••*— EYSTS — 

DRB1*1314 *****»*****TS— 

DRB1*1315 ******-EYSTS— 

DRB1*1316 ********EYSTS- 

DRB 1*1317 EYSTG— Y- 

H 

DRB 1*1318 * * * * *— EYSTS— 
_******** 

DRB1*1319 EYSTS 

DRB1*1320 **•**— EYSTS— 

DRB1*1321 EYSTS 

DRB 1 * 1 3 22 * * * * — EYSTS — 

DRB 1 * 1 323 ***•*— EYSTS— 

DRB1*1324 ****•— EYSTS— 

DRB1*1325 ••••♦—EYSTS— 

DRB 1*13 26 ***** —EYSTS— 
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FIGURE 26F 

^rvD i i J i — c i o l J---- 1 t i i ii 1 "« * *- * ■ *- 

DRB 1*1328 ******* -EYSTS F-D-YFH — N F I-DE R- V— 

**••••**«**** 

DRB 1*1329 * * * * * —EYSTS -F-D-YFH — N F DE — 

DRB 1*1330 ****** -EYSTS F-D-YF Y F -S I-D 

DRB 1*1331 ***•*— EYSTS F-D-YFH — N F V I-DE * 

DRB1*1332 •****— EYSTS F-D-YFH — N S I-DE V 

DRB 1*1333 ***** —EYSTS F-D-YF Y S I-DK N« 

DRB 1 * 140 1 EYSTS F-D-YFH — F A-H R— E V 

DRB 1 * 1 402 EYSTS F— YFH — N : 

DRB 1 * 1 403 EYSTS F— YFH — N D— L 

******** 

DRB 1 * 1 404 * * * **— EYSTG-Y F-D-YFH — F A-H R— E V 

DRB 1 * 1 405 ****** -EYSTS— Q F-D-YFH — F R— E V 

DRB 1 ♦ 1 406 * * * * * *-EYSTS F— YFH — N V 

DRB 1*1 407 ******* *E YSTS F-D-YFH — F A-H R— E 

DRB 1*1408 ****** -EYSTS F-D-YFH — F H R— E V 

DRB 1*1409 ******-EYSTS F-D-YFH — N 

DRB 1*1410 ****** -E - V-H F-D-YFH — F A-H R— E V 

DRB 1*14 11 ********EYSTG-Y F-D-YFH— F E R— E 

y**************** 

DRB1*1412 ■••••••••••••s F— YFH — N D— L 

y**************** 

DRB 1*1413 ******* *E YSTS F— YFH — N S 

DRB 1*1414 ****** -EYSTS F-D-YFH — F > R— E 

DRB 1*1415 ********** STG— Y —F-D-YFH — F F-D— L V 

DRB 1*1416 *******-EYSTS F-D-YFH — F A-H I-DE V- 

DRB 1*1417 ***** —EYSTS F-D-YFH — N F— V 

DRB 1*1418 ******** EYSTS F— YFH — N R— E V 

DRB 1*1419 EYSTS F— YFH — N K 

DRB 1*1420 ******* -EYSTS F— YFH — F- V- 
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FIGURE 26G 



DRB 1 * 1422 ** ***_EYSTS- 
DRB 1 * 1423 ***** — EYSTS- 
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FIGURE 27 



1 50 

Sladra-0102 

Sladra-0202 

Sladra-0203 

Sladra-0101 

Sladra-02011 

Sladra-02012 

Consensus VENHVIIQAE FYLSPDKSGE FMFDFDGDEI FKVDMEKRET VWRLEEFGHF 

51 100 

Slacira-0102 

Sladra-0202 -ra 

Sladra-0203 

Sladra-0101 

Sladra-02011 m 

Sladra-02012 : m 

Consensus ASFEAQGAIA NIAVDKANLE IL1KRSNNTP NTNVPPEVTV LSDKPVELGE 

101 150 

Sladra-0102 

Sladra-0202 

Sladra-0203 

Sladra-0101 

Sladra-02011 

Sladra-02012 

Consensus PNILICFIEK FSPPWNVTW LRNGSFVTRG VSETVFLPRE OH LFRKFHY L 

151 200 

Sladra-0102 r 

Sladra-0202 

Sladra-0203 

Sladra-0101 ■ — 

Sladra-02011 

Sladra-02012 

Consensus PFMPSTEDVY DCQVEHWGLD KPLLKHWEFE AQTPLPETTE NTVCALGLIV 

201 228 

Sladra-0102 

Sladra-0202 h 

Sladra-0203 h — — 

Sladra-0101 

Sladra-02011 

Sladra-02012 

Consensus ALVGIIVGTV LIIKGVRKGN ATERRGPL 

Group 01 has a leucine ar residue 72 and Group 02 has a methionine. 
N other polymorphisms have been found in the alpha 1 domain. 



Amino Acid Sequences of SLA DRA Alleles 
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FIGURE 28 

^ -» w m 1 2A 4A 50 

Sladrb-T — iaq — ffai g-s y~q*y 1 1 — f 

Sladrb-N f- g _ a d-y f d-y f- e - 

Sladrb-M f- g — q 

Sladrb-Z y- y 

Sladrb-AD 1 

Sladrb-C — i q q-a c y 

Sladrb-WX v-h — r 1 — d-y f f 

Sladrb-Y «i f fm g-s y-lky 1 1 e- 

ConseziSUS RDTPPEFLHL LKFECHFFNG TERVRLLEKQ YYNGEEFVRF DSDVGEYRAV 

51 6A 8A 100 

Sladrb-T m — k--v . 

Sladrb-N — f fm— k v e --e r ~ 

Sladrb-M n y ts ;r 

Sladrb-Z v — d ts r 

Sladrb-AD d 

Sladrb-C r a 

Sladrb-wx i — d a — s -i 

Sladrb-Y ek gvs-s 

Consensus TELGRPDAKY WNSQKDIXEQ RRAEVDTYCR HNYRILDTFL VPRRAEPTVT 

"I 150 
Sladrb-T 

Sladrb-N 

Sladrb-M 

Sladrb-Z ~ 

Sladrb-AD 

Sladrb-C t — . 

Sladrb-WX ' 

Sladrb-Y 

Consensus VYPAKTQPLQ HHNLLVCSVT GfYPGHVEVR WFRNGQEEAA GWSTGLIPN 

151 200 

Sladrb-T 

Sladrb-N 1 -2 

Sladrb-M 

Sladrb-Z 

Sladrb-AD 

Sladrb-C 

Sladrb-wx ; 

Sladrb-Y 

Consensus GDWTFQTMVM LETVPQSGEV YSCRVEHPSL TSFVTVEWRA RSESAQGKMM 

201 237 

Sladrb-T --v 

Sladrb-N 

Sladrb-M 

Sladrb-Z — v 

Sladrb-AD 

Sladrb-C — v 

Sladrb-WX 

Sladrb-Y — v 

Consensus SGIGGFVLGL LFVAVGLFIY FKNQKGRPAI* QPTGLLS 



Amino Acid Sequence of SLA-DRB Alleles 
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FIGURE 29 



1 50 

Sladqa-02021 g 

Sladqa-02022 g 

Sladqa-02023 g 

Sladqa-0201 

Sladqa-0101 r q r 

Sladoa-0103 -r — f q r 

Sladqa-0102 f r 

Consensus EDIAADHVAS YGLNVYQSYG PSGYYTHEFD GDEEFYVDLE KKETVWQLPL 

51 100 

Sladqa-02021 r 

Sladqa-02022 r 

Sladqa-02023 r ™ 

Sladqa — 201 

Sladqa-0101 — e 1- k s 

Sladqa-0103 — e 1- vt k — s 

Sladqa-0102 — e 1- m s 

Consensus FSKJTSFDPQ GA1RNIATAK HNI-NILIKRS NNTAAVNQVP EVTVFPKSPV 

101 150 

Sladqa-02021 

Sladqa-02022 

Sladqa-02023 . 

Sladqa-0201 

Sladqa-0101 i s --3c 

Sladoa-0103 i s 

Sladqa-0102 i s -.k 

Consensus MLGQPNTLIC HVDNIFPFVT NITWLKNGH5 VTEGFSETSF LSKKDHSFLK 

151 200 

Sladqa-02021 

Sladqa-02022 ' — 

Sladqa-02023 

Sladqa-0201 : 

Sladqa-0101 

Sladqa-0103 . 

Sladqa-0102 

Consensus ISYLTFLFSD DDFYDCKVEH WGLDKPLLKH WEPEIPAPMS ELTETWCAL 

201 232 

Sladqa-02021 — 

Sladqa-02022 ~ — 

Sladqa-02023 — 

Sladqa-0201 — 

Sladqa-0101 — 

Sladqa-0103 — 

Sladqa-0102 1 

Consensus GLIVGLVGIV VGTVFIIQGL RSGGPSRHQG SL 

Group 01 is 231 amino acids (deletion at 132) and Group 02 is 232 
amino acids 



Amino Acid Sequences of SLA-DQA Alleles 



1 



FIGURE 30 
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Sladqb-0 

Slariqb-D2 

Sladqb-XA 

Sladqb-Z 

Sladqb-W 

Sladqb-T 

Sladqb-Y 

Sladqb-C 

Consensus 



-v 
-f 



-g- 
-g- 



-y- 



1 so 

ws -d fl- m— y— 

ws -d fl m — y— 

-g- WV — 

y 1— wv-r 

1-t ya y — 

lit n y — 

g h-t- 

f — g y g • 1 

GRDSPQDFVY QFKFECYFFN GTQRVR-VAR YIYNQEEHVR FDSDVGEFRA 



Sladqb-D 

Sladqb-D2 

Sladqb-XA 

Sladqb-Z 

Sladqb-W 

Sladqb-T 

Sladqb-Y 

Sladqb-C 

Consensus 



51 



100 



-1- 

■1- 



-ea- 
-ea- 



e — 3 — s -jn v-t — 

VTPLGRPDAD YWNGQKDVIX QKRAELDTVC XHNYQIEEGT TLQRRVQPTV 



101 



150 



Sladqb-D 

Sladqb-D2 

Sladqb-XA 

Sladqb-Z 

Sladqb-W 

Sladqb-T 

Sladqb-Y 

Sladqb-C 

Consensus 



T25FSKAEAL NHHNL L VGA V TDFYPSQVKV QWFRNGQEET AGWSTPLIR 



Sladqb-D 

Sladqb-D2 

Sladqb-XA 

Sladqb-Z 

Sladqb-W 

Sladqb-T 

Sladqb-Y 

Sladqb-C 

Consensus 



151 



200 



NGDWTYQV1.V MLEMNLQRGD VYTCRVEHSS LQSPILVEWR AQSESAQSKM 



Sladqb-D 

Sladqb-D2 

Sladqb-XA 

Sladqb-Z 

Sladqb-W 

Sladqb-T 

Sladqb-Y 

Sladqb-C. 

Consensus 



201 



230 



LSGVGGFVLG LIFLGLGLFI RHRSQKGLVR 



Amino Acid Sequences of SLA-DQB Alleles 
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FIGURE 31 



Nucleotide and Amino Acid Sequences of ILT3 

1 af 3 atccccaccttcacggctctgctctgcctcgggctgagtctg 
MI PTFTALLCLGLSL 
4 6 ggccccaggacccacatgcaggcagggcccctccccaaacccacc 

GPRTHMQAGPLPKPT 
91 ctctgggctgagccaggctctgtgatcagctgggggaactctgtg 
LWAE P G S V I SWGNSV 
136 accatctggtgtcaggggaccctggaggctcgggagtaccgtctg 

T IWC Q GT L E A R E Y R L 
181 gataaagaggaaagcccagcaccctgggacagacagaacccactg 

DKEES PAPWDRQNPL 
226 gagcccaagaacaaggccagattctccatcccatccatgacagag 

EPKNKARFS I PSMT E 
271 gactatgcagggagataccgctgttactatcgcagccctgtaggc 

DYAGRYRCYYRSPVG 
316 tggtcacagcccagtgaccccctggagctggtgatgacaggagcc 

WSQP SDPLELVMTGA 
361 tacagtaaacccaccctttcagccctgccgagtcctcttgtgacc 

YSKPT LSALPSPLVT 
406 tcaggaaagagcgtgaccctgctgtgtcagtcacggagcccaatg 

SGKSVTLLCQSRSPM 
451 gacactttccttctgatcaaggagcgggcagcccatcccctactg 

DTFLL I KERAAHPLL 
496 catctgagatcagagcacggagctcagcagcaccaggctgaattc 

HLRSEHGAQ QHQAEF 
541 cccatgagtcctgtgacctcagtgcacggggggacctacaggtgc 

PMSPVTS VH GGTYRC 
58 6 ttcagctcacacggcttctcccactacctgctgtcacaccccagt 

FSSHGFSHYLLSHPS 
631 gaccccctggagctcatagtctcaggatccttggagggtcccagg 

DPLELIVSGSLEGPR 
67 6 ccctcacccacaaggtccgtctcaacagctgcaggccctgaggac 

PSPTRSVSTAAGPED 
721 cagcccctcatgcctacagggtcagtcccccacagtggtctgaga 

QPLMPTGSVPHSGLR 
7 66 aggcactgggaggtactgatcggggtcttggtggtctccatcctg 

RHWEVLIGVLVVSIL 
811 cttctctccctcctcctcttcctcctcctccaacactggcgtcag 

LLSLLLFL LLQHWRQ 
856 ggaaaacacaggacattggcccagagacaggctgatttccaacgt 

GKHRT LAQRQADFQR 
901 cctccaggggctgccgagccagagcccaaggacgggggcctacag 

PPGAAEPEPKDGGLQ 
946 aggaggtccagcccagctgctgacgtccagggagaaaacttctgt 

RRSS PAADVQGENFC 
991 gctgccgtgaagaacacacagcctgaggacggggtggaaatggac 
AAVKNTQP EDGVEMD 
1036 actcggagcccacacgatgaagacccccaggcagtgacgtatgcc 

TRSPHDEDPQAVTYA 
1081 aaggtgaaacactccagacctaggagagaaatggcctctcctccc 

KVKHS RPRREMAS PP 
1126 tccccactgtctggggaattcctggacacaaaggacagacaggca 

SPLS GEFLDTK DRQA 
1171 gaagaggacagacagatggacactgaggctgctgcatctgaagcc 

EE D R Q MDT EAAAS EA 
1216 ccccaggatgtgacctacgcccagctgcacagctttaccctcaga 

PQDVT YAQLHS FTLR 
12 61 cagaaggcaactgagcctcctccatcccaggaaggggcctctcca 

QKATEPPPSQEGASP 
1306 gctgagcccagtgtctatgccactctggccatccac-aa 134 4 
AEPSVYA TLAIH- 
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FIGURE 32A 



Nucleotide and Amino Acid Sequences of ILT4 

1 a t^j acccccatcgtcacagtcctgatctgtctcgggctgagtctg 

MTPIVTVLI'CLGLSL 
46 ggccccaggacccgcgtgcagacagggaccatccccaagcccacc 

G P RT RVQT GT I P K P T 
91 ctgtgggctgagccagactctgtgatcacccaggggagtcccgtc 

LWAEPDSVITQGSPV 
136 accctcagttgtcaggggagccttgaagcccaggagtaccgtcta 

TLSCQGSLEAQEYRL 
181 tatagggagaaaaaatcagcatcttggattacacggatacgacca 

YREKKSASWI TRI RP 
22 6 gagcttgtgaagaacggccagttccacatcccatccatcacctgg 

ELVKNGQFH IPSITW 
271 gaacacacagggcgatatggctgtcagtattacagccgcgctcgg 

EHTGRYGCQYYSRAR 
316 tggtctgagctcagtgaccccctggtgctggtgatgacaggagcc 

WSELSDPLVLVMT GA 
361 tacccaaaacccaccctctcagcccagcccagccctgtggtgacc 

YPKPTLSAQPSPVVT 
406 tcaggaggaagggtgaccct.ccagt.gtgagt.cacaggtggcat.tt 

SGGRVTLQCESQVAF 
451 ggcggcttcattctgtgtaaggaaggagaagatgaacacccacaa 

GGFILCKEGEDEHPQ 
4 96 tgcctgaactcccagccccatgcccgtgggtcgtcccgcgccatc 

CLNSQ PHARGSSRAI 
541 ttctccgtgggccccgtgagcccgaatcgcaggtggtcgcacagg 

FSVGPVSPNRRWSHR 
586 tgctatggttatgacttgaactctccctatgtgtggtcttcaccc 

CYGYDLNSPY VWSS P 
631 agtgatctcctggagctcctggtcccaggtgtttctaagaagcca 

SDLLE LLVPGVSKKP 
67 6 tcactctcagtgcagccgggtcctgtcatggcccctggggaaagc 

SLSVQPGPVMAPGES 
721 ctgaccctccagtgtgtctctgatgtcggctatgacagatttgtt 

LTLQCVSDVGYDRFV 
766 ctgtacaaggagggggaacgtgaccttcgccagctccctggccgg 

LYKEGERDLRQLPGR 
811 cagccccaggctgggctctcccaggccaacttcaccctgggccct 

QPQAGLSQAN FTLGP 
856 gtgagccgctcctacgggggccagtacagatgctacggtgcacac 

VSRSYGGQYRCYGAH 
901 aacctctcctctgagtgctcggcccccagcgaccccctggacatc 

NLSSECSAPSDPLDI 
94 6 ctgatcacaggacagatccgtggcacacccttcatctcagtgcag 

LITGQIRGTPFISVQ 
991 ccaggccccacagtggcctcaggagagaacgtgaccctgctgtgt 

PGPTVASGENVTLL C 
1036 cagtcatggcggcagttccacactttccttctgaccaaggcggga 

QSWRQFHTFLLTKAG 
1081 gcagctgatgccccactccgtctaagatcaatacacgaatatcct 

AADAPLR.LRSIHEYP 
1126 aagtaccaggctgaattccccatgagtcctgtgacctcagcccac 

KYQAEFPMS PVT SAH 
1171 gcggggacctacaggtgctacggctcactcaactccgacccctac 

AGTYRCYGSLNSDPY 
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1216 ctgctgtctcaccccagtgagcccctggagctcgtggtctcagga 

LLSHPSEPLELVVSG 
12 61 ccctccatgggttccagccccccacccaccggtcccatctccaca 

PSMGSSPPPTGPIST 
1306 cctggccctgaggaccagcccctcacccccactgggtcggatccc 

PGPEDQPLTPTGSDP 
1351 caaagtggtctgggaaggcacctgggggttgtgat.cggcatctt,g 

QSGLGRHLGVVIGIL 
1396 gtggccgtcgtcctactgctcctcctcctcctcctcctcttcctc 

VAVVLLLLLLLLLFL 
14 41 atcctccgacatcgacgtcagggcaaacactggacatcgacccag 

I LRHRRQGKHWTSTQ 
14 8 6 agaaaggctgatttccaacatcctgcaggggctgtggggccagag 

RKADFQHPAGAVGPE 
1531 cccacagacagaggcctgcagtggaggtccagcccagctgccgac 

PTDRGLQWRS S PAAD 
1576 gcccaggaagaaaacctctatgctgccgtgaaggacacacagcct 

AQEENLYAAVKDTQP 
1621 gaagatggggtggagatggacactcgggctgctgcatctgaagcc 

EDGVEMD TRAAASEA 
1666 ccccaggatgtgacctacgcccagctgcacagcttgaccctcaga 

PQDVTYAQLHSLTLR 
1711 cggaaggcaactgagcctcctccatcccaggaaagggaacctcca 

RKATEPPPSQEREPP 
1756 gctgagcccagcatctacgccaccctggccatccactag 1794 
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